Abstract Prenatal genetic testing has advanced rapidly in the past decade. However, not all results, including variants, are well understood. We report the finding of a 2.5-Mb gene region quadruplication of Chromosome 17p13.3. This region is well characterized for the deletion leading to Miller-Dieker syndrome but has an unclear replication phenotype. Invasive testing performed after ultrasound abnormalities were seen revealed the quadruplication sequence as well as a short segment (850 kb) with x5 copy number variation. This region has previously been reported in a collection of duplications with shared phenotype; our quadruplication suggests similarities in phenotype. This raises the hypothesis of a potential spectrum or copy number variant-based phenotype.
INTRODUCTION
Anomalies seen on ultrasound are a common reason for prenatal invasive testing. Many of the chromosomal abnormalities found will be seen on karyotype; however, others will only be discovered via microarray. The extra yield from microarray over karyotype is at least 6% (Wapner et al. 2012 ) and is as high as 13% when more than one organ system is involved (Donnelly et al. 2014) . Copy number variants are often deletions or duplications but can be triplications and, even more rarely, quadruplications.
This case describes an anomaly of the 17p13.3 region, which includes the two most notable genes of YWHAE (encoding for signal transduction proteins) and PAFAH1B1 (homolog of Drosophila gene LIS1 necessary for GTPase actin functioning and cytoskeletal formation). The region is most widely known for the deletion associated with Miller-Dieker syndrome (Miller 1963; H. Dieker et al. 1969; Dobyns et al. 1983 ). Miller-Dieker syndrome is a multisystem genetic deletion syndrome with both organ abnormalities and phenotypic dimorphisms. Some notable abnormalities include the following: microcephaly, cerebral agyria/ pachygyria, lissencephaly, ventriculomegaly, agenesis/dysgenesis of the corpus collosum, and seizures. Other organ dysfunctions have included cardiac defects, genitourinary defects (hypoplasia), and omphaloceles. Facial findings include prominent forehead and occiput, bitemporal narrowing, furrowed brow, small anteverted nostrils, low-set ears, prominent lip, and micrognathia. Physical and cognitive development are both affected including IUGR and intellectual delays (Chen et al. 2013) .
Duplications of 17p13.3 have also been reported (Capra et al. 2012; Curry et al. 2013 ). The duplication is far more rare than the deletion syndrome so commonalities are less well identified, but shared abnormalities seem to include abnormal brain development and dysmorphic facial features. In this case we present a quadruplication of this region.
RESULTS

Clinical Presentation and Family History
A 27-yr-old G5P2022 Hispanic woman with no significant past medical or obstetrical history was referred at 22 weeks to our reproductive genetics clinic after an anatomical survey showed ascites, echogenic bowel, mild pyelectasis, and borderline ventriculomegaly.
The proband's family history includes a maternal grandmother, great grandmother, great uncle, and aunt with intellectual disabilities, an aunt with schizophrenia, a sister with attention deficit hyperactive disorder, and a cousin with autism. Paternal family history was unavailable.
The differential diagnosis for the above anomalies was discussed with the patient and included chromosomal anomalies, genetic syndromes, and maternal peripartum infection. Initial laboratory findings included an elevated cytomegalovirus (CMV) IgM and IgG. Follow-up CMV avidity testing was high, indicating a low suspicion for recent infection. At the time, the patient refused amniocentesis because of the risk of pregnancy loss.
During the pregnancy, the mother was followed closely for infection and the fetus was closely monitored with repeat sonograms. Mild pyelectasis increased to moderate hydronephrosis from the second to the third trimester ( Fig. 1C ; 13.5 and 15.5 mm, respectively, increased from 4 mm at initial visit). Ascites remained stable (Fig. 1A) . Echogenic bowel remained prominent (Fig. 1B) . Cardiac assessment showed mild enlargement of the left atrium and mild tricuspid regurgitation without other signs of cardiac dysfunction. There was bilateral ventriculomegaly (20 and 12 mm) and enlargement of the third ventricle. Growth remained appropriate for gestational age. The patient opted for amniocentesis at 35 wk for delivery planning.
The patient underwent a repeat cesarean section and delivered a full-term, 7 lb, 7 oz female, Apgars 7 at 1 min and 8 at 5 min, who was transferred to the NICU for further evaluation and observation. Using the UCSC genome browser, we were able to compare our chromosome quadruplication region to those previously reported (Kent et al. 2002) . Our quadruplication region included the YWHAE, BHLHA9, and HIC1 genes; the PAFAH1BI (LIS1 analog) is partially included based on both prenatal and postnatal samples. The further analysis of CMV by PCR was negative at this time, which was expected because of the length of time since the primary infection. Chromosomal analysis by Oligo-SNP analysis for mother showed 46XX with no regions of increased signal (arr(1-22,X)x2 normal female)); there was no available paternal genetic testing (Table 1) .
Phenotypic Analysis
At birth, the infant was in the 50th percentile for height, 25th percentile for weight, and 10th percentile for head circumference. Postnatal testing was performed by Quest Diagnostics, and karyotype examination confirmed mosaic Turner 45,X, reported as six of 80 cells analyzed with 45,X pairings. Microarray confirmed a chromosomal abnormality of 17p13.3. Next-generation sequencing was not performed. An MRI of the brain demonstrated marked hypoplasia-partial agenesis of the corpus callosum without acute intracranial lesion or hemorrhage. Renal ultrasound showed moderate bilateral hydronephrosis without cystic or solid masses. Retrograde voiding cystourethrogram (VCUG) found grade 3 right vesicoureteral reflux. Echocardiogram showed a small atrial septal defect.
Physical examination demonstrated dysmorphic features including low-set ears with normal architecture and high arched palate. At a neurology evaluation at 4 months old, the infant could bring hands together, reach, had some head control, and had begun to make cooing noises. At 6 months old, the infant was able to smile when stimulated and was
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Figure 2. FISH analysis with increased signal at Chromosome 17p. 
17p13.3 quadruplication C O L D S P R I N G H A R B O R
Molecular Case Studies
DISCUSSION
With the widespread use of prenatal microarray, it is inevitable that physicians will encounter situations of variants of uncertain significance or VOUS. Some pediatric deletions and duplications have been well described allowing more precise prognoses. However, for those that have not been well described, it is very challenging to predict pediatric phenotype from the prenatal genotype. This makes counseling expectant mothers with uncertain genetic diagnoses that much more complicated. In our case, the patient was committed to the pregnancy and only agreed to amniocentesis late in gestation. Given the unknown clinical phenotype or expected outcome after delivery, having this genetic variant during the second trimester would have made counseling the mother on continuing versus terminating the pregnancy difficult. The region noted in our case, 17p13.3, is best known for a deletion with the associated syndrome, Miller-Dieker (Curry et al. 2013 ). This syndrome has associated lissencephaly due to aberrant neuron migration. Sequencing of this region identifies the two genes of most importance-YWHAE (encoding for signal transduction proteins) and PAFAH1B1 (homolog of Drosophila gene LIS1 necessary for GTPase actin functioning and cytoskeletal formation) (Lo Nigro et al. 1997; Luk et al. 1997) . Initial human studies suggested a potential dose-dependent phenotype with imaging results and cognitive functioning (Bi et al. 2009 ). Curry et al. (2013) published a study of this location as a site of duplication with heterogeneous breakpoints and a number of different size mutations. The phenotype is variable and includes three categories: cleft lip and palate (CLP), split-hand/food malformation with long-bone deficiency (SHFLD), and marfanoid habitus. The variable presentation is likely due to nonuniform mutation sequences. Commonalities in these patients included neurodevelopmental disorders (developmental delay/intellectual disability/autism spectrum disorder), hypotonia (generalized and notable particularly in the face), and shared imaging deficits (particularly in the corpus collosum) (Curry et al. 2013) .
This proband child shares clinical phenotypes as those described by Curry et al. Her prenatal ultrasound shared some commonalities with those findings reported in individual patients from Curry et al. (2013) including dilated renal pelvises, agenesis of corpus collosum (confirmed on MRI), and ventriculomegaly. Her facies show a similar hypoplasia, elongated facies, and small mouth similar to all eight of the individuals reported by Curry et al. who were photographed; see Figure 3 . These features just described were not subcategorized to a specific phenotype. From her pediatric well visits, she demonstrates gross developmental delays. Because of the patient's age, many of the abnormalities in childhood and development (i.e., autism spectrum disorder) cannot be commented on.
The microarray analysis for our patient demonstrated a 2.5-Mb quadruplication region including all four of the notable genes reported by Curry et al.: YWHAE, BHLHA9, and HIC1 genes with partial involvement of PAFAH1BI (LIS1 analog). This quadruplicated region is similar to the duplication seen in nine of the 34 patients reported by Curry et al. who have mutations of all four genes. See Table 2 for some generalized comparison of the three genetic abnormalities (Genetics Home Reference 2017).
It is also important to discuss the concurrent diagnosis of mosaic Turner syndrome. Because of the partial abnormality, no clear phenotype would be identifiable. One expected physical abnormality that may impact on this patient is the short stature: Whereas physical development is delayed in the 17p13.3 duplication syndrome, delays for this child could also be due to the mosaic Turner syndrome. Additionally, cardiac and renal abnormalities are sometimes present in Turner syndrome, a similar abnormality described in the 17p13.3 Figure 3 . Photo of the proband at ∼10 months of age. The face shows evidence of elongation and generalized hypotonia. 
duplication. Other more often shared genetic abnormalities are likely to be common in these two syndromes. However, given the gross developmental delay noted at the follow-up pediatric visits, this child likely shows consequences of the quadruplication based on the fact that the majority of Turner syndrome patients have normal neurologic and cognitive development.
To our knowledge, a quadruplication of this region has not been previously reported. It is possible that this region is subject to variable copy number gain. Clinical presentation likely shares similarities, although not specific, to the duplication mutation (by abnormal facies, hypotonia, and global development delay), but could show increased severity because of the increased quantity of genetic information.
It is notable that if the patient underwent cell-free DNA testing or noninvasive prenatal screening (NIPS) the result would be low risk. This is not surprising in that the duplication does not involve the traditionally screened chromosomes (13, 18, 21, X, and Y) . In the future, it may be possible to screen for broader array of microdeletions and microduplications via cell-free fetal DNA. At this time, it is important to remind patients of the availability of microarray analysis with invasive prenatal testing, especially in those cases with ultrasound anomalies.
METHODS
Testing was done by Quest Diagnostics using Affymetric CytoScan HD assay Oligo-SNP array as follows: 2.67 million probes, 1.9 million copy number probes, and 750 thousand SNP probes; interprobe distance is 1150 base pairs; the thresholds of >200 kb for copy gains, >50 kb for losses, and 10 Mb for segments of homozygosity.
ADDITIONAL INFORMATION Data Deposition and Access
The variant has been submitted to ClinVar (https://www.ncbi.nlm.nih.gov/clinvar/) and can be found under accession number SCV000747897.
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